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In the title compound, C 9 H 7 N 3 O 3 S, the nitro and thiazolidinone moieties are inclined with respect to the aromatic ring at dihedral angles of 9.57 (16) and 78.42 (4) , respectively. In the crystal, N-HÁ Á ÁO hydrogen bonding connects the molecules along the c and a axes to form a two-dimensional polymeric network. A weak SÁ Á ÁO interaction [3.2443 (11) Å ] and phenyl ring to phenyl ring off-set Á Á Á stacking [with centroid-centroid separation of 3.6890 (7) Å and ring slippage of 1.479 Å ] link the polymeric chains along the b and a axes, respectively.
Related literature
For the biological activities of thiazolidinones, see: Barreca et al. (2001) ; Shah & Desai (2007) ; Mehta et al. (2006) ; Vazzana et al. (2004) ; Wrobel et al. (2006) . For related structures, see: Shahwar et al. (2009 Shahwar et al. ( , 2011 ; Zhou et al. (2008) . For graph-set notation, see: Bernstein et al. (1995) . For the comparative C-C separation in graphite, see: Trucano & Chen (1975 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2007) ; cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL and local programs. 
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Comment
Thiazolidinones are well known heterocyclic compounds, familiar for their anti-bacterial (Shah & Desai, 2007) , anti-fungal (Mehta et al., 2006) , anti-HIV (Barreca et al., 2001) , anti-iflammatory (Vazzana et al., 2004) , anti-cancer (Zhou et al., 2008) and FSH receptor agonist (Wrobel et al., 2006) activities. Herein, we report the synthesis and crystal structure of a new example of this class of compound, I ( Fig. 1 & Scheme) .
The structure of the title compound correlates with the crystal structures of other thiazolidinones (Shahwar, et al., 2009 & Shahwar, et al., 2011 . The nitro group is inclined at a dihedral angle of 9.57 (16)° with respect to the phenyl ring. The thiazolidinone ring is essentially planar with an r.m.s. deviation of 0.0144 Å with the maximum deviation at the carbon atoms (C2 = 0.0196 (6) Å & C3 = -0.0193 (7) Å). The dihedral angle between the two planes C4 to C9 and N1/C3/C2/S1/C1 is 78.42 (4)°. The amino group is involved in two unique N-H···O intermolecular hydrogen bonding interactions. The first results in zigzag C(8) chains (Bernstein et al., 1995) along the c axis; the second in C(6) chains along the a axis (Table 1, Fig. 2) . Weak S···O interactions link sheets together in the b direction with S1···O3 = 3.244 Å (Fig. 3 ). Off-set π···π stacking connects the chain along the a axis involving C5/C6/C7 with separations of ca. 3.41-3.53 Å (Figures 3 & 4 ). This is slightly longer than the ca 3.35 Å separation in graphite (Trucano & Chen, 1975) .
Experimental
A mixture of 1-isothiocyanato-2-nitrobenzene (8.0 mmoles), dichloromethane (20 ml), and anhydrous ammonium carbonate (8.0 mmoles) was stirred at room temperature under inert atmosphere (nitrogen) for 2 h. Paraformaldehyde (4 mmoles) was added to it portion wise, and the contents were allowed to stir for 10 h; cooled to 0°C, followed by addition of 0.5 M aqueous sodium hydroxide (20 ml) over 30 minutes. The cloudy solution was heated to reflux for 2 h and the reaction mixture was neutralized with dilute hydrochloric acid. The aqueous layer was extracted with ethyl acetate (3 x 30 ml); washed with water and brine and dried over sodium sulfate. Slow evaporation of the solvent furnished pale yellow crystals.
Refinement
All the CH hydrogen atoms were located via a difference map and refined with a constrained, riding model with aromatic CH = 0.95 and CH 2 0.99 Å. The NH hydrogen has coordinates freely refined. U iso (H) was set to 1.2U eq of that of the carrier atom.. Fig. 1 . The labelled molecular structure of (I) showing 50% displacement ellipsoids. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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